INTRODUCTION
The biosynthesis of microcystin has been elucidated for two strains of Microcystis aeruginosa [11, 12, 16] . Microcystin is synthesized nonribosomally via a giant enzyme complex comprising peptide synthetases, polyketide synthases (PKSs), and additional modifying enzymes. Nonribosomal peptide Synthetases (NRPSs), which catalyze the formation of peptides by a thiotemplate mechanism, are found in both prokaryotes and lower eukaryotes.
Genetic diversity with respect to microcystin production in natural populations has only been investigated in the genus Microcystis. In natural Microcystis populations, the simultaneous presence of various mcy genotypes and nonmcy genotypes has been found [9] . It has only become possible very recently to relate the genotype of a potential microcystin producer to its phenotype (microcystin synthesis), thus allowing one to prove the traditional assumption that microcystin producing strains should represent specific genotypes that differ genetically from nonmicrocystin producing strains by containing the mcy genes [6] . Interestingly, a number of Microcystis strains have been shown to contain mcy, but lack detectable microcystins [8, 10, 12, 16] .
The reason why those strains do not synthesize microcystins is unclear, but it has been speculated that mutations within the mcy gene cluster might have occurred during cultivation [8] . Whether or not those inactive microcystin genotypes also occur under natural conditions is unknown.
The insilico studies of Microsystin synthetases genes for identifying their structure and function is an attempt to understand their authenticity and validation in Microsystis aerogenosa (LNSAMB).
Bioinformatics web tools like CDDBLAST, INTERPROSCAN, PFAM and COGs can search the orthologous sequence in biological sequence databases for the target sequence and assist in the categorizing protein into specific family [7] . The online automated servers are available which can predict the three dimensional structures by using the strategy of aligning target sequences with orthologous sequences by virtue of sequence homology using best scored template of orthologous family member. Here, we have predicted 3D structure using Protein Structure Prediction Server (PS 2 server) [5, 18] .
MATERIALS AND METHODS

A. Sequence Retrieval
The Complete gene sequences for 4 microcystin synthetases were downloaded from the Genebank (http://www.ncbi.nlm.nih.gov/nuccore/? term=sangolkar).
B. Functional Annotations
The screening of the sequenced genes for the presence of conserved domains using the webtools were carried out by using bioinformatics web tools like CDDBLAST 
